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Amino acid sequence of insert of Plasmid M15pREP (pQE-Ct : Uni 

^tpitcgaavtitd^ 

ANTFWSENQSCFLF1©NICIQT^ 

^LlCSLTGNRGNIVFYimRCF^A^DGGAX^r RISADRHAIIFNENI 
ITKlWSGAlYAPWTLVDNGPTYFlW^ 

KEADQTGSVVFSGATVNSADFHQRNL^ 
WSLG^VLSCYKNGAGNSAS^^^ 
TADTAATFSLSDVKLSLIDDY^ 



RSPLIANTLWG^LATESL^SAELTPSDHP^GIT SCQGEMLF SLQEGFLLAK 
SSGYFAGMIAGQTHTFSLKFSQTY^ 



CNYLNGEIALRF . 



Nucleic acid sequence 



of Plasmid MISpREP (pQE-Ct-Uni ) #37. 
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GTTACCCTAGTGGATAATGGCCCTACCTACTTTATAAACAATGTCGCCAATAATAAGGQGG 

GCGCTATCTATATAGACGGAACCAGCAACTCCAAAATTTCTGCCGACCGCCATGCTATTATT 

TITAATGAAAATATTGTGACTAATGTAACTAGTGCAAATGGTACCAGTACGTCAGCTAATC 

CTCCTAGAAGAAATGCAATAACAGTAGCAAGCTCCTCTGGTGAAATTCTATTAGGAGCAGG 

GAGTAGCCAAAATTTAATTTTTTATGATCCTATTGAAGTTAGC 

CCITCAATAAGGAAGCTGATCAAACAGGCTCTGTAGTATTTTCAGGAGCTACTGTTAATTCT 

GCAGATTTTCATCAACGCAATTTACAAACAAAAACACCTGCACCCCTTACTCTCAGTAATG 

GTTTTCTATGTATCGAAGATCATGCTCAGCTTACAGTGAATCGATTCACACAAACTGGGGGT 

GTTGTTTCTCTTGGGAATGGAGCAGTTCTGAGTTGCTATAAAAATGGTGCAGGAAATTCTGC 

TAGCAATGCCTCTATAACACTGAAGCATATTGGATTGAATCTTTCTTCCATTCTGAAAAGTG 

GTGCTGAGATTCCTTTATTGTGGGTAGAGCCTACAAATAACAGCAATAACTATACAGCAGA 

TACTGCAGCTACCTTITCATTAAGTGATGTAAAACTCTCACTCATTGATGACTATGGGAATT 

CTCCITATGAATCCACAGATCTAACCCATGCTCTGTCATCACAGCCTATGCTATCTATTTCT 

GAGGCTAGTGATAACCAGCTAAGATCTGATGATATGGATTTCTCGGGACTAAATGTCCCTC 

ATTATGGATGGCAAGGACTTTGGAGTTGGGGCTGGGCAAAAACTCAAGATCCAGAACCAG 

CATCTTCAGCAACAATCACAGATCCCAAAAAAGCCAATAGATTCCATAGAACCTTATTACT 

GACITGGCTTCCTGCTGGGTATGTTCCTAGCCCGAAACACAGAAGTCCCCTCATAGCGAAT 

ACCTTATGGGGGAATATGCTGCITGCAACAGAAAGCTTAAAAAATAGTGCAGAACTGACAC 

CTAGTGATCATCCTTTCTGGGGAATTACAGGAGGAGGACTAGGCATGATGGTTTACCAAGA. 

ACCTCGAGAAAATCATCCTGGATTCCATATGCGCTCTTCCGGATACnTGCGGGGATGATA 

GCAGGGCAAACACATACCTTCTCATTGAAATTCAGTCAGACCTACACCAAACTCAATGAGC 

GTTACGCAAAAAACAACGTATCTTCTAAAAATTACTCATGCCAAGGAGAAATGCTCTTCTC 

ATTGCAAGAAGGTTTCTTGCTGGCTAAATTAGTTGGTCT^ACAGCTATGGAGATCATAACT 

GTCACCATTTCTATACCCAAGGAGAAAATCTAACATCTCAAGGGACGTTCCGTAGTCAAAC 

GATGGGAGGTGCTGTTTTTTTTGATCTCCCTATGAAACCCTTTGGATCAACGCATATACT 

CAGCTCCCTTTTTAGGTGCTGITGGTATTTATTCTAGCCTGTCT 

CCTATCCGCGAAGCTTTTCTACAAAGACTCCIT^ 

AAAGGTAGCTTTATGAATGCTACCCAAAGACCTCAAGCCTGGACTGTAGAATTGGCATACC 

AACCCGTTCTGTATAGACAAGAACTAGAGATCGCGACCCAGCTCCTAGCCAGTAAAGGTAT 

TTGGTTTGGTAGTGGAAGCCCCTCATCGCGTCATGCCATGTCCTATAAAATCTCACAGCAAA 

CACAACCnTrGAGTTGGTTAACTCTCCATTTCCAGTATCATGGATTCTACTCCTCTTCAACCT 

TCTGTAATTATCTCAATGGGGAAATTGCTCTGCGATTCTAA 
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Thursday. September 6. 2001 



% NCBl 



Blast Result 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.1 tAug-1.2001] 
M3Bi& rBLOSUM62 -J gap open:[Tr gap extens ion: [T~ 
x_dropoff : [lo" expect|io.o wordsize: [T~ EMr 0 [ Align. ' 

Sequence 1 lcljseq_l Length 956 (1 .. 956) 
Sequence 2 ldlseq_2 Length 965 (1 ..965) 




. .„ , w .ocu re and expect value) is calculated based on the size of nr database 



NOTI 

Score = 1885 bi-.s (4884). Expect « 0.0 „. 
Identities « 925/934 (99%). Positives = 930/934 (99*) 

Sbjct: 272 



; 4 14 LlJWJWWuvwv.." 

« ; 383 ^u/asssoKur™.^^ 
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Blast Result 

*day. September 6, 2001 

■bjee- 512 IGmi<SSILKSGAEIPLlAJVEPTNNSNNYTADTAATFSLSDVKLSl<IODYGNSPYESTDL S71 

7*1 « kkkksskss-s sassst-«--««« »» 

«-»■ 3RSS5SSSSS355SS 

Sbjctt 932 TQPLSVfLTLHFQYHGFYSSSTFCNYLNGEIALRF 965 

n «vs sees 0.38 total sees 

CPU time:/ 0.36 user sees. 0.02 sys. sees 

f 

Gapped 

Lambda K H 

0.316 0.132 0.396 

Gapped 

Lambda K H 

0.267 0.0410 0.140 

* 

Matrix: BLOSUM62 . 

Gap Penalties: Existence: U, Extension: 1 

Number of Hits to DB: 12,524 

Number f Sequences: 0 

Number of extensions: 873 

Number f successful extensions: 15 

Number of sequences better than 10.0: l 

SSer of better than 10.0 0 

Number of HSP's successfully gapped in "»J; s J. 0 

Sr of HSP's that attempted gapping in prelim test. 

Number of HSP's gapped (non-prelim): l 

length of query: 956 

length of database: 239,316,239 

effective KSP length: 131 

effective length of query: 825 00 <i 

effective length of database: 206,523,009 
ffective search space: 17 " 8 ^"425 

eff ctive search space used: 170381482425 

T; 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49,7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 
S2: 77 (34.3 bits) 



htt^/www^^m.fUh,gov/bl«^t2s^bUst2,cgl 



